ABSTRACT We report here the draft genome of Kretzschmaria (Ustulina) deusta, an ascomycetous fungus that colonizes and substantially degrades hardwood and can infest living broad-leaved trees. The genome was assembled into 858 contigs, with a total size of 46.5 Mb, and 11,074 protein-coding genes were predicted.
Altogether, 696 carbohydrate-related enzymes and modules were identified: 297 glycoside hydrolases (including 4 GH78s), 104 carbohydrate esterases, 15 polysaccharide lyases, 82 glycosyltransferases, 131 enzymes with auxiliary activities, and 67 carbohydrate-binding modules (CBMs), among them 13 from CBM family 1, which binds to cellulose. Several oxidoreductases with putative activities toward aromatic compounds-namely, three UPOs (members of the heme-thiolate peroxidase superfamily) (10), two DyPs (subfamilies A and D) (11), and two class II peroxidases (i.e., GPs) (12)-were identified as members of the plant-fungal-bacterial peroxidase superfamily (11) (GenBank accession numbers KY782128 to KY782142). Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number MLHU00000000. The version described in this paper is the third version, MLHU03000000.
